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Figure 4. Alkylation sites on the DNA template. (A) Autoradigram of a 12% polyacrylamide gel showing the effect of mustard alkylation on the processivity of Tag
polymerase. Aliquots of the pPOLY (A)-luc DNA were alkylated with 0.1, 0.5 and 200.0 uM mustard and then subjected to 30 cycles of denaturation, primer annealing
and extension. The lanes labelled dG, dC, dA and dT are the sequencing lanes. Untreated DNA is denoted as CONTROL. The length of the newly synthesised DNA
strand is numbered with respect to the +1 start of RNA synthesis. (B) Quantitation of the alkylation sites. The location and relative intensities of the Tag polymerase
blockage sites [0.5 UM lane of (A)] are shown with respect to the sequence of the template DNA strand, numbered with respect to the +1 site of the transcribed message.

The position of the start codon is underlined.

shows the effect of alkylating RNA with 100 pM mustard on the
formation of a retarded complex. With non-alkylated RNA in the
presence of cycloheximide (lane 3), a stable complex was formed
(cycloheximide was included to inhibit the activity of peptidyl
transferase). This complex was not apparent when the reaction
was performed in the absence of cycloheximide (lane 4)
indicating that the complex had dissociated following translation
of the RNA. In the presence of both mustard and cycloheximide
(lane 5), the retarded complex was also formed. However, when
alkylated RNA was incubated with the lysate in the absence of
cylcloheximide (lane 6), this complex was still apparent.

DISCUSSION
Transcription and translation

Alkylation of the DNA template may have a number of effects on
transcriptional processes. Firstly, it has been shown using
prokaryotic in vitro transcription systems that alkylation of a
DNA template by nitrogen mustard causes termination of
transcription, resulting in truncated RNA molecules and a
decreased amount of full-length RNA (23,24). These transcrip-
tional blockages occur at all alkylated guanine sites on the
template strand (23) and therefore presumably at all sites of
interstrand crosslinking (although this has yet to be confirmed).
Secondly, it has also been demonstrated that alkylation of the

promoter region increases the stability of the initiated ternary
transcription complex and results in decreased elongation activity
of the RNA polymerase (25). In addition, since a number of
potential 5’-GNC DNA interstrand crosslinking sites (26) exist in
the promoter region of the DNA used in this study, alkylation of
these sites could result in impairment of formation of the open
complex. All of these documented effects would result in a
decrease of transcriptional activity and, consequently, a decreased
amount of full-length RNA transcript. Because alkylated DNA
gives rise to the formation of truncated transcripts, it follows that
truncated polypeptides should also be formed.

In the present work, a decreasing amount of full length protein
was observed after alkylation of DNA by low levels of mustard
in the coupled transcription and translation system but this was
not accompanied by detectable levels of truncated polypeptides.
It therefore seems likely that either the translation machinery only
recognises and processes the full-length RNA transcript, or that
the incomplete transcripts are rapidly degraded. The protection of
mRNA from the action of nucleases as it is synthesised and enters
the translation machinery is achieved, at least in part, by its
association with sequence-specific RNA binding proteins and the
presence of a poly(A) tail (27). The role of the poly(A) tail in the
stability of mRNA is a well documented phenomenon and several
pathways of degradation of deadenylated RNA have been
reported: 3’-5” exonucleolytic degradation (27); 5-3" exonu-
cleolytic decay; sequence specific internal cleavage (28). The
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Figure 5. Effect of mustard alkylation on the formation of retarded RNA
complex. The autoradiogram of a 5% non-denaturing polyacrylamide gel
mobulity shift assay of the formation of the labelled RNA and ribosomes (and/or
specific proteins). The retarded RNA complexes were formed by incubating
labelled RNA with the rabbit reticulocyte at 30°C for 2 h. Lanes 1 and 2
represent unalkylated and alkylated RNA respectively with no lysate added.
Lanes 3-6 represent RNA incubated with rabbit reticulocyte lysate with either
alkylated RNA (lanes 5 and 6) or unalkylated RNA (lanes 3 and 4).
Cycloheximide was present in the reaction mixtures of lanes 3 and 5.

poly(A) sequence is also known to play a significant role in both
the initiation and efficiency of translation and this has been the
subject of recent reviews (29,30). Munroe and Jacobson (30)
suggested that the poly(A) tail and the poly(A) binding protein are
necessary for the formation of the 80 S initiation complex and act
to enhance translation. Transcripts lacking either the RNA
binding protein recognition sequences or the poly(A) sequence
would therefore be expected to be rapidly either degraded or
inefficiently translated.

Translation

There were two major effects of mustard alkylation of the RNA
template on translation. The amount of the 62 kDa luciferase
protein decreased with increasing mustard concentration and
truncated polypeptides of discrete lengths were also synthesised.

The fact that the number of polypeptide chains initiated from
an alkylated RNA template remained constant (Fig. 2B, panel B),
irrespective of prior treatment with differing levels of mustard,
shows unequivocally that all polypeptide chains are either
terminated at alkylation sites, or else reach full-length. This
therefore suggests that mustard alkylation of the RNA template
does not affect the initiation of translation in this system. The
decrease of full-length polypeptides with increasing mustard
levels is therefore completely accounted for by an increasing level
of truncated polypeptides. The ‘19 kDa’ truncated product
presumably represents a range of polypeptides of ~19 kDa. The
amount of these truncated products increased dramatically with
increasing mustard level (Fig. 2B, panel A insert) and therefore
there was a concomitant decrease in the number of ribosomes
reaching the alkylation sites which give rise to the longer
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truncated products. Mustard effects at these sites are therefore less
apparent because of the reduced amount of ribosome reaching
these sites. Truncated polypeptides presumably arise from
termination of translation elongation at major mustard alkylation
sites (monoadducts or intrastrand crosslinks) or alternatively, at
secondary structure sites which are stabilised by mustard
alkylation.

If the truncated polypeptides arise from blockage of ribosomes
at alkylated sites on the RNA, this implies that there are specific
sequences on the RNA which are particularly susceptible to
alkylation. The sequence specificity of mustard alkylation of
RNA is presently not known. However, since DNA is known to
be preferentially alkylated at runs of contiguous guanine residues
(9-11) and alkylguanine derivatives are the major product of
RNA alkylation by sulfur mustard (31), the luciferase RNA was
analysed in terms of the occurrence of G, sequences (n = 2-4).
However, there was only a limited correlation between the length
of the truncated polypeptide and the length of the RNA message
up to the potential alkylation site. Shooter and co-workers (31)
were also unable to detect any correlation between the relative
number of alkylguanine derivatives (in a RNA-containing
bacteriophage 12) and plaque forming ability, and have suggested
that other minor alkylation products may be responsible for
inactivation of the phage. Furthermore, the response of the
ribosome to alkylation sites on RNA is currently not known. The
ribosome may readthrough some sites and the truncated polypep-
tides may reflect a subpopulation of the total alkylation sites on
the RNA.

An alternative explanation for the cause of truncated polypep-
tides is that they may be due to regions of secondary structure of
the RNA. Mustard alkylation may add stability to such structures.
Such a mechanism for termination of translation has previously
been reported (32-34). The relationship of secondary structure to
RNA translation is complex and reflects a number of variables,
including size, position and stability of the secondary structures,
as well as the cellular environment and potential destabilisation
of the duplex by a variety of translational processes (35). The
ability of ribosomes (and/or specific proteins) to bind to alkylated
RNA was probed by a gel mobility shift assay. Under the
experimental conditions used, a stable complex was induced by
alkylated RNA. A likely explanation for this observation is that
when a ribosome complex reaches an alkylation site or stabilised
secondary structure on the alkylated RNA molecule, the proces-
sivity is blocked and the ribosome remains associated with the
RNA. The biological consequences of such trapping of ribosomes
(and/or proteins) on alkylated RNA sites are yet to be determined
but from the present data it is likely that this trapping results in
termination of translation. It should be noted that while this
interpretation is reasonable, it is completely speculative at this
stage. Additional experiments are now in progress to confirm the
nature of the retarded complexes.

There are conflicting reports regarding the effects of RNA
modification on the translated product. Grunberger and co-
workers (36) demonstrated that the binding of benzo[a]pyrene
diolepoxide to mRNA blocks incorporation of amino acids into
proteins but did not result in truncated polypeptides. They showed
however that modification of the mRNA inhibits formation of the
initiation complex, probably by disruption of the ordered
secondary structure of the mRNA, making it less recognisable to
ribosomes and initiation factors. In contrast, others have reported
that benzo[a]pyrene diolepoxide alkylation of the RNA inhibits
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Figure 6. Diagrammatic summary of the effects of alkylation of the DNA and
RNA templates by nitrogen mustard on the translated products.

elongation of the translation complex, resulting in premature
termination of the growing polypeptide chain (37). The present
study has clearly demonstrated that translation of the alkylated
RNA template is inhibited during the elongation phase (rather
than at initiation) resulting in the formation of truncated
polypeptides. However at this stage it is not possible to define the
mechanism of induction of truncated polypeptides by nitrogen
mustard and future work will now be directed towards elucidating
the molecular processes involved in the formation of these
truncated polypeptides.

Relative effects of DNA and RNA alkylation

Protein synthesis was inhibited by 50% when the DNA and RNA
template were alkylated by 30 and 300 nM mustard, respectively.
It therefore appears that the DNA template is some 10-fold more
susceptible than RNA to the effects of alkylation by nitrogen
mustard. This suggests that transcription is a more readily
hindered process than translation and hence DNA is probably the
more sensitive target for the mode of action of mustards. This
conclusion is consistent with other studies involving mustard
effects in situ (13-16). This may reflect either the differences in
rates of mustard alkylation of the DNA and RNA templates
(which are currently not known), or the differences in the
response of RNA polymerase to alkylated DNA template
compared to the response ribosomes to an alkylated RNA
template (or a combination of both effects). The greater reactivity
of DNA arises from the double helical structure which results in
a higher nucleophilicity for alkylation compared to that of single
stranded RNA (38). The overall effect of alkylation of this
preferred target site is a combination of inhibition of replication,
inhibition of transcription and a consequential effect on translation

through the production of non-functional mRNA. Since these
effects occur at biologically relevant concentrations (10 nM), it is
likely that such processes also occur in vivo. These effects
therefore have implications for both the toxic, mutagenic and
carcinogenic properties, as well as anticancer activity of this
group of compounds.

Overall, nitrogen mustard alkylation of the DNA and RNA
templates has two different effects on the type and quantity of
translated products and this is summarised diagrammatically in
Figure 6. The alkylated DNA template yields a single polypeptide
corresponding to the full-length protein. Previous studies have
shown that transcription of mustard alkylated DNA in prokaryotic
systems results in the formation of truncated RNA transcripts. If
the same process occurs in eukaryotes, then it appears that these
truncated transcripts are either degraded or are non-functional
templates, with only full-length transcripts (with a poly(A) tail)
being translated. When alkylated RNA was used as the template,
a range of truncated polypeptides was formed in addition to the
full-length product. Mustard alkylation therefore appears to
terminate the translation elongation complex at alkylation sites,
although the effect of RNA secondary structure cannot yet be
completely discounted. Further studies are required to understand
the possible implications of the effects of mustard binding to
nucleic acids in terms of disruption of all aspects of gene
expression. In particular, determination of the sequence specificity
of mustard alkylation of RNA and the response of ribosomes to
this alkylation, are issues which are currently being addressed.
This information will greatly enhance understanding of the
biological significance of mustard-induced truncated polypeptides.

ACKNOWLEDGEMENTS

This work was carried out with the support of the Australian
Research Council (DRP) and a scholarship from the Australian
Agency for International Development (AM).

REFERENCES

1 Brookes, P. (1990) Mutat. Res. 233, 3-14.
2 Gilman, A. and Phiilips, ES. (1946) Science 103, 409.
3 Haskel, C.M. (ed.) (1990) Cancer Treatment, 2nd Ed., Saunders,
Philadelphia.
Ross, W.I.C. (1962) Biological Alkylating Agents, Buttorworths, London.
Carr, FJ. and Fox, B.W. (1992) Mutat. Res. 95, 441-456.
Tan, K.B., Mattern, M.R., Boyce, R.A. and Schein, P.S. (1987) Proc. Natl.
Acad. Sci. USA 4, 7668-7671.
7 Roberts, J.J. and Kotsatki-Kovatsi, V.P. (1986) Mutat.Res. 165, 207-220.
8 Mumane, J.P, Byfield, J.E., Ward, J.F. and Calabro-Jones, P. (1980)
Nature 285, 326-329.
9 Wang, P, Bauer, B.P, Bunnett, R.O.a nd Povirk, L.F. (1991) Biochemistry
30, 11515-11521.
10 Mattes, W.P,, Hartley, J.A. and Kohn, K.-W. (1986) Nucleic Acids Res. 14,
2971-2987.
11 Hemminki, K and Kallama, S (1986) IARC Sci. Publ. 78, 55-70.
12 Hemminki, K and Ludlum, D.B. (1984) J. Natl. Cancer Inst. 73,
1021-1028.
13 Crathomn, A.R. and Roberts, J.J. (1966) Nature 211, 150-153.
14 Lawley, P.D. and Brookes. P. (1968) Nature 206, 480-483.
15 Vaughan, FL., Zaman, S., Scaverlli, R. and Bemsten, L.A. (1988) J. Tox.
Environ. Health 23, 519-525.
16 Mol, M.AE. and der Vries-van de Ruit, A.M.C.B. (1992) Toxicol. in Vitro
6, 245-251.
17 Zhou, W. and Doetsch, P.W. (1993) Proc. Natl. Acad. Sci. USA 90,
6601-6605.
18 Masta, A, Gray, PJ. and Phillips, D.R. (1994) Nucleic Acids Res. 22,
3880-3886.

[= V-

9102 ‘ST Jequueldss uo A1isienlun oIS iueA|Asuuad e /610°'sfeulnolploxo feu//:dny wol) papeo jumoq


http://nar.oxfordjournals.org/

19
20

21

23

24

25
26

27

28

Bohr, V.A. (1991) Carcinogenesis 12, 1983-1992.

Sambrook, J., Fritsch, E.F. and Maniatis, T. (1989) Molecular Cloning: A
Laboratory Manual 2nd Ed., Cold Spring Habour Laboratory, NY.
Laemmili, U.K. (1970) Nature 227, 680-685.

Hartley, J.A., Berardini, M.D. and Souhami, R.L. (1991) Anal. Biochem.
193, 131-134.

Gray, PJ., Cullinane, C. and Phillips, D.R. (1991) Biochemistry, 30
8036-8040.

Pieper, R.O., Futscher, B.W. and Erickson, L.C. (1989) Carcinogenesis 10,
1307-1314.

Gray, J.P. and Phillips, D.R. (1993) Biochemistry 32, 12471-12477.
Millard, J.T., Raucher, S. and Hopkins, P.B. (1990) J. Am. Chem. Soc. 112,
2459-2460.

Saini, S.K., Summerhayes, L.C. and Thomas, P. (1990) Mol. Cell. Biochem.

96, 15-23.
Decker, D.C. and Parker, R. (1993) Genes Dev. 7, 1632-1643.

29

31

32
33

34
35

36

37

38

Nucleic Acids Research, 1995, Vol. 23, No. 17 3515

Rubin, H.N. and Halim, M.N. (1993) Int. J. Biochem. 25, 287-295.
Munroe, D. and Jacobson, A. (1990) Gene 91, 151-158.

Shooter, K.V, Edwards, P.A. and Lawley, P.D. (1971) Biochem. J. 125,
829-840.

Iserentant, D. and Fier, W. (1980) Gene 9, 1-12.

Hastie, N.D. and Held, W.A. (1978) Proc. Natl. Acad. Sci. USA 75,
1217-1221.

Kozak, M. (1980) Cell 19, 79-90.

Liebhaber, A.S., Cash, F. and Eshleman, S.S. (1992) J. Mol. Biol. 226,
609-621.

Grunberger, D., Pergohizzi, R.G. and Jones, E.D. (1980) J. Biol. Chem.
255, 390-394.

Hass, J., Pukrabek, P, Takanami, Y. and Grunberger, D. (1983)
Carcinogenesis 4, 221-225.

Pullman, A. and Pullman, B. (1981) Q. Rev. Biophys. 14, 289-380.

9T0Z ‘ST Jequieidas uo A1sleAlun aI.IS BiIURA|ASULRd e /B10's[eulnopiolxo reu//:dny wou) papeoumoq


http://nar.oxfordjournals.org/

